Previous phylogenetic studies involving dengue virus serotype 1 (DENV1) have shown several lineages of genotype V circulating worldwide. After sequencing the complete genome of strains from São José do Rio Preto, São Paulo, Brazil, we identified a list of 50 different amino acids that differ between the two lineages, announced here.
D
engue virus (DENV) belongs to the Flaviviridae family, in the Flavivirus genus, and is an arbovirus that commonly circulates worldwide (1) . Brazil has experienced epidemics of four dengue serotypes, each circulating in different periods, regions, and at different intensities (2) . Specifically for DENV serotype 1 (DENV1), phylogenetic studies of the envelope gene sequences revealed up to 6 different lineages subdividing genotype V (3-6). In the city of São José do Rio Preto (SJRP), São Paulo, Brazil, the circulation of lineages L1 and L6 has been detected since 2012 (7) .
We studied some positive isolates for DENV1 detected in this city between 2008 and 2014. DENV1 was detected by multiplex reverse transcription-PCR (RT-PCR), using as a strategy cDNA production by Flavivirus-gender-specific primers (8) . After positive DENV1 detections, the DNA was transcribed again, now using random primers for DNA library construction and Illumina genome sequencing (9) . For this project, 11 complete genomes were sequenced, with two of them described in this announcement, those of strains BR/SJRP/287/2011 and BR/SJRP/287/2011.
The total lengths of the two genomes were 10,699 nucleotides (nt) and 10,917 nt, with 5=-3= untranslated region (UTR) sequences of 185 to 335 nt and 202 to 563 nt, respectively. In the full 
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